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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 21, 2006, 20:02 :43 



Search time 8033 Seconds 
(without alignments) 
7140.649 Million cell updates/sec 



US-10-673-935-2 
3244 

1 MESALYPIQNKYRFNTLMNG RDRE PKD I AFTLKKRWQQLN 598 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



6366136 seqs, 31973710525 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



12732272 



Post -processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Command line parameters : 

- MODEL =f rame +_p2 n . mode 1 - DEV=x lp 

-Q=/abss/ABSSWEB_spool/US10673935/runat_19052006_150450_516/app_query .fasta_l 
-DB=GenEmbl -QFMT=fastap -SUFFIX=p2n . rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 -HOST=abss06p 
-USER=US10673935_@CGN_l_l_8328_@runat_19052006_150450_516 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database 



GenEmbl : * 

1 : gb_env : * 

2 : gb_pat : * 

3 : gb_ph : * 

4: gb_pl:* 

5 : gb_pr : * 

6 : gb_ro : * 

7: gb_StS:* 

8 : gb_sy : * 

9 : gb_un : * 
10: gb_vi:* 
11: gb_ov:* 
12: gb_htg:* 
13: gb_in:* 
14: gb_om:* 
15: gb_ba:* 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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1207.5 


37 


.2 


5667 


8 


AF502128 


AF502128 


Transient 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - nucleic search, using f rame_plus_p2n model 

Run on: May 21, 2006, 20:02:43 ; Search time 869 Seconds 

(without alignments) 
7196.901 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-673-935-2 
3244 

1 MESALYPIQNKYRFNTLMNG RDREPKDIAFTLKKRWQQLN 598 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



5244920 seqs, 3486124231 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



10489840 



Command line parameters: 
-M0DEL=f rame+_p2n . model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10673 93 5/runat_19052 006_150446_505/app_query.fasta_l 
-DB=N_Geneseq -QFMT=fastap -SUFFIX=p2n . rng -MINMATCH=0 . 1 -LOOPCL-0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL 
-OUTFMT=ptO -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss06p 
-USER=US10673935_@CGN_l_l_1147_@runat_19052006_150446_505 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
-WARNJTIMEOUT=30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : N_Geneseq_8 : * 

1: geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6: geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9: geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 
14 : geneseqn2005s : * 
15 : geneseqn2006s : * 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame__plus_p2n model 
Run on: May 21, 2006, 20:19:43 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Search time 3 00 Seconds 
(without alignments) 
5594.615 Million cell updates/sec 



US-10-673-935-2 
3244 

1 MESALYPIQNKYRFNTLMNG RDRE PKDI AFTLKKRWQQLN 598 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



2807332 



Searched: 1403666 seqs, 935554401 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=f rame+_p2n. model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10673935/runat_19052006_150459_606/app_query.fasta_l 
-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=p2n . mi -MINMATCH-0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 - TRANS = human 40 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-HOST=abss06p -USER=US10673935_@CGN_l_l_307_@runat_19052006_150459_606 -NCPU=6 
-ICPU=3 - N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Issued_Patents_NA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/ina/l_COMB . seq: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB. seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/ina/6A__COMB. seq: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_COMB.seq:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/ina/7__COMB. seq: * 

6 : / EMC_Ce 1 e r r a_S I DS 3 / p t oda t a / 2 / i na / H_COMB .seq:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB.seq: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/ina/PP_COMB. seq: * 

9 : /EMC_Celerra_SIDS3/ptodata/2/ina/RE_COMB . seq: * 

10 : /EMC_Celerra_SIDS3/ptodata/2/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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Result Query 

No. Score Match Length DB ID Description 
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. 3 


1854 


3 


us- 


09 


-149 


-727-3 


Sequence 


3 . AddIi 

mJ f iAM M -L. 


5 


1210 . 5 


37 


. 3 


2100 


3 


us- 


09 


-270 


-957-1 


Sequence 


1, Appli 


6 


1210 . 5 


37 


. 3 


6029 


3 


us- 


09 


-149 


-727-1 


Sequence 


1, Appli 


7 


1208 . 5 


37 


.3 


32798 


3 


us- 


09 


-604 


-694B-1 


Sequence 


1, AddIi 


8 


1207 . 5 


37 


.2 


3035 


2 


us- 


08 


-723 


-624-18 


Sequence 


18, Appl 


9 


1207 .5 


37 


.2 


3824 


2 


us- 


08 


-723 


-624-19 


Sequence 


19, Appl 


10 


1202 .5 


37 


. 1 


3169 


3 


us- 


08 


-630 


-820-5 


Sequence 


5, Appli 


11 


1202 .5 


37 


. 1 


3169 


3 


us- 


09 


-273 


-453-5 


Sequence 


5, Appli 


12 


1200 . 5 


37 


. 0 


4652 


3 


us- 


09 


-893 


-525-36 


Secruence 


3 6 , App 1 


13 


1200 . 5 


37 


. 0 


5390 


3 


us- 


09 


-893 


-525-41 


Sequence 


41, AddI 


14 


1200 . 5 


37 


. 0 


5418 


3 


us- 


09 


-893 


-525-38 


Sequence 


38, Appl 


15 


1200 . 5 


37 


. 0 


11978 


3 


US- 


09 


-792 


-568-8 


Sequence 


8 . AddI i 


16 


1200 . 5 


37 


. 0 


12438 


3 


us- 


09 


-792 


-568-9 


Sequence 


9, Appli 


17 


1199 . 5 


37 


. 0 


1888 


3 


us- 


09 


-270 


-957-27 


Sequence 


27, Appl 


18 


1191. 5 


36 


. 7 


8012 


3 


us- 


09 


-182 


-117-1 


Sequence 


1 , App 1 i 


19 


1191 . 5 


36 


. 7 


8012 


3 


us- 


09 


-434 


-039A-1 


Sequence 


1, ADDli 


20 


1191 . 5 


36 


. 7 


8418 


3 


us- 


09 


-182 


-117-5 


Sequence 


5 , Appl i 


21 


1191.5 


36 


.7 


8418 


3 


us- 


09 


-434 


-039A-5 


Sequence 


5 . Add 1 i 


22 


1191 . 5 


36 


. 7 


8798 


3 


us- 


09 


-182 


^117-4 


Sequence 


4 , App 1 i 


23 


1191. 5 


36 


. 7 


8798 


3 


us- 


09 


-434 


-039A-4 


Secruence 


4 . Add 1 i 


24 


1186 


36 


. 6 


9335 


3 


us- 


09 


-097 


-319A-19 


Secruence 


19 AddI 


25 


1186 


36 


. 6 


9335 


3 


US- 


09 


-643 


-971-19 


Secruence 


19 AddI 


26 


1184 


36 


.5 


4544 


3 


us- 


09 


-488 


-270A-1 


Sequence 


1 . ADDli 


27 


1184 


36 


. 5 


7742 


2 


us- 


08 


-882 


-704A-4 


Sequence 


4 , Appli 


28 


1184 


36 . 


. 5 


7742 


3 


us- 


09 


-151 


-957-4 


Sequence 


4 . Add 1 i 


29 


1184 


36. 


.5 


7742 


4 


us- 


10 


-195 


-518-4 


Sequence 


4 . AddI i 


30 


1184 


36 . 


.5 


9299 


3 


us- 


09 


-097 


-319A-15 


Sequence 


15, Appl 


31 


1184 


36 . 


.5 


9299 


3 


us- 


09 


-643 


-971-15 


Sequence 


15, Appl 


32 


1184 


36. 


.5 


9408 


3 


us- 


09 


-097 


-319A-16 


Sequence 


16 , Appl 


33 


1184 


36 . 


. 5 


9408 


3 


us- 


09 


-643 


-971-16 


Sequence 


16 . AddI 


34 


1183 


36. 


. 5 


2141 


3 


us- 


09 


-445 


-283C-27 


Sequence 


2 7 , Add 1 


35 


1182 


36 . 


.4 


4947 


3 


us- 


09 


-118 


-276-21 


Sequence 


21, AddI 


36 


1182 


36 , 


, 4 


5642 


2 


us- 


08 


-318 


-772A-2 


S pern en 


0 Ann 1 i 


37 


1182 


36. 


.4 


5897 


3 


us- 


09 


-097 


-319A-26 


Sequence 


26, Appl 


38 


1182 


36. 


.4 


5897 


3 


us- 


09 


-643 


-971-26 


Secruence 


26, Appl 


39 


1182 


36. 


.4 


6898 


3 


us- 


09 


-097 


-319A-27 


Sequence 


27, Appl 


40 


1182 


36. 


.4 


6898 


3 


us- 


09 


-643 


-971-27 


Sequence 


27, Appl 


41 


1182 


36. 


.4 


10160 


3 


us- 


09 


-097 


-319A-8 


Sequence 


8, Appli 


42 


1182 


36. 


.4 


10160 


3 


us- 


09 


-643 


-971-8 


Sequence 


8, Appli 


43 


1182 


36. 


.4 


11784 


3 


us- 


09 


-097 


-319A-9 


Secruence 


9, Appli 


44 


1182 


36. 


.4 


11784 


3 


us- 


09 


-643 


-971-9 


Secruence 


9, Appli 


45 


1182 


36. 


.4 


11991 


3 


us- 


09 


-097 


-319A-10 


Sequence 


10, Appl 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 21, 2006, 20:22:08 



US-10-673-935-2 
3244 

1 MESALYPIQNKYRFNTLMNG. 



Search time 1898 Seconds 
(without alignments) 
5807.170 Million cell updates/sec 



. RDREPKDIAFTLKKRWQQLN 598 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



18892170 seqs, 6143817638 residues 



37784340 



Total number of hits satisfying chosen parameters: 

Minimum .DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL= f r ame +_p2 n . mode 1 - DEV=x 1 h 

-Q=/abss/ABSSWEB_spool/US10673935/runat_19052006_150504_661/app_query.fasta_l 
-DB=Published_Applications_NA_Main -QFMT=f astap -SUFFIX=p2n . rnpbm 
-MINMATCH=0.1 -LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START =1 -END=-1 
-MATRIX=blosum62 - TRANS =human40 . cdi -LIST=45 -DOCALIGN=200 -THR_SCORE=pct 
-THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL -OUTFMT=ptO -NORM=ext 
-HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss04 

-USER=US10673935_@CGN_l_l_1675_@runat_19052006_150504_661 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
- WARNJT I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP =6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database 



Published_Applications_NA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US07_PUBCOMB . seq : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US08__PUBCOMB. seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 

4 : /EMC_CelerrajSIDS3/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10A_PUBCOMB. seq: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10B_PUBCOMB. seq: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10C_PUBCOMB. seq: * 

9 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10D_PUBCOMB. seq:* 
10 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10E_PUBCOMB . seq : * 
11 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10F_PUBCOMB . seq: * 
12 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10G_PUBCOMB. seq: * 
13 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllA_PUBCOMB. seq: * 
14 : /EMC_Celerra__SIDS3/ptodata/2/pubpna/USllB_PUBCOMB. seq: * 
15: /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllC_PUBCOMB.seq: * 
16 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllD_PUBCOMB. seq: * 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No. 


Score 


Match Length DB 


ID 


Description 




1 


3244 


100, 


,0 


2150 


3 


US-09-862-660-1 


Sequence 1 , Appli 




2 


3244 


100. 


0 


2150 


8 


US-10-673 -935-1 


Sequence 1, Appli 




3 


1919 

-L J. Z, 


q 


37. 


4 


1887 


7 


US-10-120-145-7 


Secruence 7 . Annli 




4 


1919 

-L £t X 


. o 


37. 


4 


3651 


7 


US -10-322 -656-45 


Secruence 4 5 Annl 




5 


1212 


. 5 


37. 


4 


4084 


7 


US-10-322-656-48 


Sequence 48, Appl 




6 


1210 


. 5 


37 . 


3 


1806 


7 


US-10-364-649-7 


Sequence 7, Appli 




7 


1210 


. 5 


37 . 


3 


1854 


7 


US-10-120-145-3 


Sequence 3 , Appli 




8 


1210 


. 5 


37. 


3 


2100 


7 


US-10-364-649-1 


Secruence 1. Annli 




9 


1210 


. 5 


37. 


3 


6029 


7 


US-10-120-145-1 


Sequence 1, Appli 


c 


10 


1210 


. 5 


37. 


3 


11096 


9 


US-10-872-156-9 


Sequence 9, Appli 


c 


11 


1210 


. 5 


37. 


3 


11096 


16 


US-11-238-025-9 


Secruence 9 . Annli 


c 


12 


1208 


. 5 


37. 


3 


32798 


7 


US-10-424-638-1 


Secruence 1. Annli 


c 


13 


1208 


t 5 


37. 


3 


33014 


13 


US -11- 13 8-931-1 


Secruence 1 Annli 


c 


14 


1208 


. 5 


37. 


3 


33014 


15 


US -11- 07 7-716-1 


Secruence 1 Annli 




15 


1207 




37. 


2 


1809 


8 


US-10-432-777-16 


Secruence 16 AddI 




16 


1 9D7 


c 


37. 


2 


1812 


7 


US -10- 16 1-4 03 -105 


Secruence 105 Ann 




17 


1207 


t 5 


37 . 


2 


1812 


7 


US -10-369-4 93 -24529 


Secruence 24529 A 




18 


1207 


. 5 


37. 


2 


1812 


9 


US -10- 161-408 -16 


Secruence 16 Ann 1 




19 


1207 


. 5 


37. 


2 


1812 


10 


US -10-161-4 08 -16 


Secruence 16 Ann 1 




20 


1207 


. 5 


37. 


2 


1812 


13 


US -11-006-076-105 


C q/^t-i lpnpp 1 f) C Arm 
OC^UCilUC J. VJ J / J"1^J^J 




21 


1207 


. 5 


37. 


2 


1812 


16 


US -11 -082 -154 A- 105 


Secruence 105 Ann 




22 


1207 


. 5 


37. 


2 


4051 


13 


US -11-038- 900-20 


Secruence 2 0 Annl 




23 


1207 


. 5 


37. 


2 


8654 


3 


US -09- 84 5-0 64 -11 


Secruence 11 Annl 




24 


1207 


. 5 


37. 


2 


8654 


3 


US- 09 -845 -064 -14 


Secruence 14 . Annl 




25 


1207 


. 5 


37 . 


2 


8987 


3 


US-09-845-064-22 


Secruence 22. Annl 




26 


1207 


. 5 


37. 


2 


9285 


3 


US -09-845-0 64 -52 


Secruence R9 Ann! 




27 


1207 




37. 


2 


9390 


3 


US -09 -845 -064 -18 


Secruence 18 Annl 




28 


1207 


. 5 


37. 


2 


9390 


3 


US -09-845-064 -20 


Secruence 2 0 Annl 




29 


1207 


.5 


37. 


2 


9688 


3 


US -09-845-064 -50 


Secruence RO Annl 


c 


30 


1207 


.5 


37. 


2 


10011 


8 


US -10 -6 80 -824 A- 19 


Secruence 1 9 Annl 


c 


31 


1207 


.5 


37. 


2 


10011 


10 


US -10- 95 7-562-4 






32 


1207 


.5 


37. 


2 


15077 


3 


US-09-845-064-57 


Sequence 57 , Appl 


c 


33 


1207 


.5 


37. 


2 


15208 


3 


US-09-845-064-51 


Sequence 51, Appl 




34 


1205 


.5 


37. 


2 


5898 


9 


US-10-640-422-160 


Sequence 160, App 


c 


35 


1205 


.5 


37. 


2 


5919 


10 


US-10-169-050-21 


Sequence 21, Appl 




36 


1205 


.5 


37. 


2 


7510 


11 


US-10-527-048-19 


Sequence 19, Appl 




37 


1205 


.5 


37. 


2 


8327 


11 


US-10-527-048-23 


Sequence 23, Appl 




38 


1205 


.5 


37 . 


2 


12224 


7 


US-10-336-566-83 


Sequence 83, Appl 




39 


1205. 


.5 


37. 


2 


12225 


8 


US-10-646-628-1 


Sequence 1, Appli 




40 


1204 


.5 


37. 


1 


3451 


7 


US-10-161-403-108 


Sequence 108, App 




41 


1204. 


.5 


37. 


1 


3451 


9 


US-10-161-408-20 


Secruence 20, Appl 




42 


1204. 


.5 


37. 


1 


3451 


10 


US-10-161-408-20 


Sequence 20, Appl 




43 


1204. 


.5 


37. 


1 


3451 


13 


US-11-006-076-108 


Sequence 108, App 




44 


1204, 


.5 


37. 


1 


3451 


.16 


US-11-082-154A-108 


Sequence 108, App 




45 


1204, 


.5 


37. 


1 


14627 


7 


US-10-161-403-109 


Sequence 109, App 
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GenCore version 5.1.8 



Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



May 21, 2006, 20:30:19 



Search time 51 Seconds 
(without alignments) 
1240.954 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-673-935-2 
3244 

1 MESALYPIQNKYRFNTLMNG 



RDREPKDIAFTLKKRWQQLN 598 



Scoring table : 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



224314 seqs, 35277956 residues 



Total number of hits satisfying chosen parameters: 



448628 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

-M0DEL= f rame+_p2 n . mode 1 - DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10673935/runat_19052006_150510_727/app_query .fasta_l 
-DB=Published_Applications_NA_New -QFMT=fastap -SUFFIX=p2n. rnpbn -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 
- TRANS =human4 0 . cdi -LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 - MODE = LOCAL -OUTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss05p 

-USER=US10673935_@CGN_l_l_20_@runat_19052 006_150510_727 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
-WARN_TIMEOUT=30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Published_Applications_NA_New: * 



1 : /EMC_Celerra__SIDS3/ptodata/2/pubpna/US09_NEW_PUB . seq : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US06_NEW_PUB.seq:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US07_NEW_PUB.seq:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US08_NEW_PUB.seq:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10_NEW_PUB . seq : * 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USll_NEW_PUB . seq : * 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US60_NEW_PUB.seq:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% . 
Query 
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No. Score Match Length DB ID Description 



1 


1182 


36 . 


.4 


8953 


7 


US- 


11 


-185 


-301 


-10 


Sequence 


10, Appl 


2 


1182 


36 . 


,4 


8953 


7 


US- 


11 


-264 


-784 


-113 


Sequence 


113, App 


3 


1157 


35 . 


.7 


12290 


6 


US- 


10 


-946 


-650 


-59 


Sequence 


59, Appl 


4 


1157 


35. 


,7 


13383 


6 


US- 


10 


-946 


-650 


-61 


Sequence 


61, Appl 


5 


953 


29. 


,4 


2191 


6 


US- 


10 


-511 


-937 


-335 


Sequence 


335, App 


6 


414.5 


12 . 


8 


3075 


7 


US- 


11 


-226 


-605 


-51 


Sequence 


51, Appl 


7 


414.5 


12. 


8 


3157 


6 


US- 


10 


-468 


-193 


-29 


Sequence 


29, Appl 


8 


356.5 


11. 


0 


2031 


7 


US- 


11 


-256 


-428 


-8 


Sequence 


8, Appli 


9 


348.5 


10. 


7 


2201 


7 


US- 


11 


-256 


-428 


-5 


Sequence 


5, Appli 


10 


336.5 


10. 


4 


2031 


7 


us- 


11 


-256 


-428 


-6 


Sequence 


6, Appli 


11 


336.5 


10. 


4 


3159 


7 


us- 


11 


-256 


-428 


-7 


Sequence 


7, Appli 


12 


246.5 


7. 


6 


7408 


7 


us- 


11 


-245 


-473 


-13 


Sequence 


13, Appl 


13 


186 


5 . 


7 


563 


6 


us- 


10 


-488 


-619 


-1350 


Sequence 


1350, Ap 


14 


167 . 5 


5 . 


2 


491 


6 


us- 


10 


-511 


-937 


-3084 


Sequence 


3084, Ap 


c 15 


152.5 


4 . 


7 


712 


6 


us- 


10 


-488 


-619 


-1349 


Sequence 


1349, Ap 


16 


150.5 


4 . 


6 


250 


7 


us- 


11 


-136 


-524 


-103 


Sequence 


103, App 


17 


136 


4 . 


2 


2865 


7 


us- 


11 


-217 


-529 


-75625 


Sequence 


75625, A 


18 


119.5 


3 . 


7 


2466 


7 


us- 


11 


-217 


-529 


-78674 


Sequence 


78674, A 


19 


110 


3 . 


4 


3453 


7 


us- 


11 


-217 


-529 


-2848 


Sequence 


2848, Ap 


20 


107 


3 . 


3 


2289 


7 


us- 


11 


-217 


-529 


-2123 


Sequence 


2123, Ap 


21 


107 


3 . 


3 


3306 


7 


us- 


11 


-217 


-529 


-78513 


Sequence 


78513, A 


22 


106.5 


3. 


3 


1596 


7 


us- 


11 


-217 


-529 


-82291 


Sequence 


82291, A 


23 


105.5 


3 . 


3 


1866 


7 


us- 


11 


-217 


-529 


-4625 


Sequence 


4625, Ap 


24 


105 


3 . 


2 


2526 


7 


us- 


11 


-217 


-529 


-1313 


Sequence 


1313, Ap 


25 


104 .5 


3 . 


2 


1836 


7 


us- 


11 


-217 


-529 


-82281 


Sequence 


82281, A 


26 


104 .5 


3 . 


2 


1938 


7 


us- 


11 


-217 


-529 


-3036 


Sequence 


3036, Ap 


27 


104 


3 . 


2 


1890 


7 


us- 


11 


-217 


-529 


-1600 


Sequence 


1600, Ap 


28 


102.5 


3 . 


2 


2256 


7 


us- 


11 


-217 


-529 


-75912 


Sequence 


75912, A 


29 


102.5 


3 . 


2 


3495 


7 


us- 


11 


-217 


-529 


-5994 


Sequence 


5994, . Ap 


30 


102 


3 . 


1 


3378 


7 


us- 


11 


-217 


-529 


-82474 


Sequence 


82474, A 


31 


101.5 


3 . 


1 


2034 


7 


us- 


11 


-217 


-529 


-77966 


Sequence 


77966, A 


32 


101 .5 


3 . 


1 


2997 


7 


us- 


11 


-217 


-529 


-80519 


Sequence 


80519, A 


33 


101 


3 . 


1 


1512 


7 


us- 


11 


-217 


-529 


-4478 


Sequence 


4478, Ap 


34 


101 


3 . 


1 


1656 


7 


us- 


11 


-217 


-529 


-3536 


Sequence 


3536, Ap 


35 


101 


3 . 


1 


3819 


7 


us- 


11 


-217 


-529 


-78626 


Sequence 


78626, A 


36 


101 


3 . 


1 


12783 


7 


us- 


11 


-217 


-529 


-4700 


Sequence 


4700, Ap 


37 


100 . 5 


3 . 


1 


2082 


7 


us- 


11 


-217 


-529 


-75578 


Sequence 


75578, A 


38 


100.5 


3 . 


1 


2343 


7 


us- 


11 


-217 


-529 


-4231 


Sequence 


4231, Ap 


39 


100 


3 . 


1 


1241 


7 


us- 


11 


-136 


-524 


-16 


Sequence 


16, Appl 


40 


100 


3. 


1 


2691 


7 


us- 


11 


-217 


-529 


-78902 


Sequence 


78902, A 


41 


99.5 


3 . 


1 


1626 


7 


us- 


11 


-217 


-529 


-75408 


Sequence 


75408, A 


42 


99.5 


3. 


1 


2007 


7 


us- 


11 


-217 


-529 


-5555 


Sequence 


5555, Ap 


43 


99.5 


3 . 


1 


11564 


6 


us- 


10 


-505 


-928 


-105 


Sequence 


105, App 


44 


99 


3 . 


1 


1728 


7 


us- 


11 


-217 


-529 


-77037 


Sequence 


77037, A 


45 


99 


3 . 


1 


2586 


7 


us- 


11 


-217 


-529 


-3103 


Sequence 


3103, Ap 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



Title: 

Perfect 'score: 
Sequence : 

Scoring table: 



May 21, 2006, 20:18:42 



Search time 7655 Seconds 
(without alignments) 
6552.533 Million cell updates/sec 



US-10-673-935-2 
3244 

1 MESALYPIQNKYRFNTLMNG RDRE PKD I AFTLKKRWQQLN 598 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



48236798 seqs , 27959665780 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



96473596 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 

- MODEL =f rame+_p2 n . mode 1 - DEV=xlh 

-Q=/abss/ABSSWEB_spool/US10673935/runat_19052006_150454_558/app_query.fasta_l 
-DB=EST -QFMT=fastap -SUFFIX=p2n . rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 - TRANS = human 40 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL 
-OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss04 
-USER=US10673935_@CGN_l_l_6323_@runat_19052006_150454_558 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG__SCORES=0 -WAIT -DSPBLOCK=100 - LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : 



EST 


: * 


1 




gb_estl : * 


2 




gb_est3 : * 


3 




gb_est4 : * 


4 




gb_est5 : * 


5 




gb_est6 : * 


6 




gb_htc: * 


7 




gb_est2 : * 


8 




gb_est7 : * 


9 




gb_est8 :* 


10: 


gb__est9: * 


11: 


gb_gssl : * 


12 : 


gb_gss2 : * 


13: 


gb_gss3 : * 


14: 


gb_gss4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



http://es/ScoreAccessWeb/GetItem.action?AppId=10673935&seqId=519610&ItemN 7/13/06 



SCORE Search Results Details for Application 10673935 and Search Result us-10-673-9... Page 2 of 2 



and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 


Description 


1 


939 


28 


.9 


2229 


6 


CR859852 


CR859852 Pongo pyg 


2 


936 


28 


.9 


2257 


6 


CR860821 


CR8 60821 Pongo pyg 


3 


908 


28 


.0 


2431 


6 


AK159526 


AK15952 6 Mus muscu 


4 


908 


28 


.0 


2456 


6 


AK162436 


AK162436 Mus muscu 


5 


908 


28 


.0 


2457 


6 


AK150048 


AK15004 8 Mus muscu 


6 


908 


28 


. 0 


2512 


6 


AK136519 


AK136519 Mus muscu 


7 


906 


27 


.9 


2456 


6 


AK159163 


AK159163 Mus muscu 


8 


906 


27 


.9 


2456 


6 


AK159804 


AK159804 Mus muscu 


9 


897 


27 


.7 


2457 


6 


AK151802 


AK151802 Mus muscu 


10 


897 


27 


.7 


2457 


6 


AK152206 


AK152206 Mus muscu 


11 


895 


27 


.6 


2675 


6 


AK146247 


AK146247 Mus muscu 


12 


893 


27 


.5 


2473 


6 


AY321342 


AY321342 Rattus no 


13 


889 


27 


.4 


2095 


4 


CD014094 


CD014094 90135027 


14 


888.5 


27 


.4 


2445 


6 


AK159564 


AK159564 Mus muscu 


15 


813 


25 


. 1 


1995 


4 


CD014092 


CD014092 90134967 


16 


775.5 


23 


.9 


2274 


6 


AK041058 


AK041058 Mus muscu 


17 


734 .5 


22 


.6 


1853 


4 


CD014093 


CD014093 90135266 


18 


692 


21 , 


.3 


1377 


6 


CR593823 


CR593823 full-leng 


19 


631 


19 , 


.5 


1124 


5 


CD503076 


CD503076 CDA60-C07 


20 


613 .5 


18 . 


. 9 


1446 


6 


AK149814 


AK149814 Mus muscu 


21 


608.5 


18 . 


.8 


1138 


5 


CD503098 


CD503098 CDA60-D07 


22 


591 


18 . 


.2 


1959 


14 


DQ045133 


DQ045133 Homo sapi 


23 


569 


17 , 


, 5 


906 


3 


BQ941196 


BQ941196 AGENCOURT 


24 


553 


17. 


.0 


1092 


10 


DW042175 


DW042175 CFW300-C1 


25 


550.5 


17 , 


,0 


921 


13 


CL486845 


CL486845 SAIL 443 


26 


544 


16. 


8 


878 


8 


CN155220 


CN155220 942501 MA~ 


27 


540 


16 , 


6 


1051 


4 


BX363460 


BX363460 BX363460 


28 


539.5 


16 . 


,6 


1107 


10 


DV013446 


DV013446 CNB280-D0 


29 


519.5 


16. 


0 


1105 


9 


DR125834 


DR125834 49066605 


30 


518 .5 


16 . 


0 


857 


4 


BX745933 


BX745933 BX745933 


31 


513 


15. 


8 


846 


4 


CA453907 


CA453 907 AGENCOURT 


32 


510 


15. 


7 


914 


4 


CB203472 


CB2 03472 AGENCOURT 


33 


508 


15. 


7 


739 


4 


BX618136 


BX618136 BX618136 


34 


501 


15. 


4 


775 


9 


DN875774 


DN875774 naeOlaOB 


35 


497.5 


15. 


3 


1063 


4 


BX401772 


BX401772 BX401772 


36 


487.5 


15. 


0 


816 


5 


CK467358 


CK467358 938649 MA 


37 


483.5 


14 . 


9 


791 


3 


BU239978 


BU239978 603323761 


38 


482 


14 . 


9 


740 


5 


CF521612 


CF521612 AGENCOURT 


39 


480.5 


14 . 


8 


811 


13 


CL679241 


CL679241 PRI0125c_ 


40 


480.5 


14 . 


8 


832 


10 


DT271332 


DT271332 JGI_CAAV4 


41 


477.5 


14 . 


7 


900 


4 


CA489317 


CA489317 AGENCOURT 


42 


473 .5 


14 . 


6 


879 


10 


DT815232 


DT815232 LB01626.C 


43 


468 


14 . 


4 


767 


5 


CF255373 


CF255373 mdvnl27_c 


44 


467.5 


14. 


4 


799 


3 


BU366987 


BU366987 603585124 


45 


467 


14 . 


4 


1055 


3 


BM557676 


BM557676 AGENCOURT 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: May 20, 2006, 09:07:48 ; Search time 198 Seconds 

(without alignments) 
1380.886 Million cell updates/sec 

US-10-673-935-2 
Perfect score: 3244 

1 MESALYP IQNKYRFNTLMNG RDREPKDIAFTLKKRWQQLN 598 



Title: 
Perfect 
Sequence : 

Scoring table: 
Searched: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2589679 



Database 



A_Geneseq_8 : 1 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


3244 


100 


.0 


598 


5 


AAM48998 


Aam48998 


L gasseri 


2 


3244 


100 


.0 


598 


9 


AEB18199 


Aebl8199 


Lactobaci 


3 


1212 .5 


37 


4 


615 


3 


AAB28408 


Aab28408 


Codon-opt 


4 


1210.5 


37 


3 


602 


2 


AAW93825 


Aaw93825 


Bacillus 


5 


1210.5 


37 


3 


602 


2 


AAW93822 


Aaw93822 


Bacillus 


6 


1210.5 


37 


3 


602 


2 


AAW93826 


Aaw93826 


Bacillus 


7 


1210.5 


37 


3 


602 


3 


AAB28402 


Aab28402 


Staphyloc 


8 


1210.5 


37 


3 


618 


2 


AAW93821 


Aaw93 821 


Bacillus 


9 


1207.5 


37 


2 


603 


2 


AAW93827 


Aaw93 827 


E. coli G 


10 


1207.5 


37 


2 


603 


2 


AAW93824 


Aaw93 824 


Human GUS 


11 


1207.5 


37 


2 


603 


3 


AAB28431 


Aab28431 


Human bet 


12 


1207.5 


37 


2 


' 603 


6 


ABP96657 


Abp96657 


E. coli b 



http://es/ScoreAccessWeb/GetItem.action?AppId=10673935&seqId=518534&ItemName=us... 7/13/06 



SCORE Search Results Details for Application 10673935 and Search Result us-10-673-9... Page 2 of 2 



13 


1207 . 5 


37 


.2 


603 


6 


ABJ19649 


Abj 19649 


Artif icia 


14 


1207 . 5 


37 


.2 


603 


8 


ADN18189 


Adnl8189 


Bacterial 


15 


1207 . 5 


37 


. 2 


603 


9 


AEB18200 


Aebl8200 


Escherich 


16 


1205 . 5 


37 


. 2 


603 


5 


ABB84108 


Abb84108 


GUS prote 


17 


1205 . 5 


37 


. 2 


618 


7 


ADL01666 


Adl01666 


Modified 


18 


1205 . 5 


37 


. 2 


1010 


3 


AAY68840 


Aay68840 


Fusion pr 


19 


1201 . 5 


37 


. 0 


604 


9 


AEB18201 


Aebl8201 


Staohvloc 


20 


1200 . 5 


37 


. 0 


604 


7 


ADD27986 


Ad d 2 7986 


Beta-crluc 


21 


1200 . 5 


37 


. 0 


604 


8 


ADS54300 


Ads54300 


Beta-gluc 


22 


1200 . 5 


37 


. 0 


659 


7 


ADD27989 


Add27989 


Oleosin/b 


23 


1200 . 5 


37 


. 0 


659 


8 


ADS54303 


Ads54303 


Oleosin-b 


24 


1200 . 5 


37 


. 0 


850 


7 


ADD27991 


Add27991 


Caleosin/ 


25 


1200 . 5 


37 


. 0 


850 


8 


ADS54305 


Ads54305 


Caleosin- 


26 


1198 . 5 


36 


. 9 


603 


5 


ABB84107 


Abb84107 


GUS prote 


27 


1195.5 


36 


. 9 


602 


2 


AAW93820 


Aaw9382 0 


Bacillus 


28 


1195 . 5 


36 


. 9 


832 


2 


AAW04302 


Aaw04302 


Antibody/ 


29 


1189 


36 


, 7 


711 


6 


ABR8362 6 


Abr83626 


SUMO-beta 


30 


1184 


36 


. 5 


602 


2 


AAW42429 


Aaw42429 


Escherich 


31 


1184 


36 


. 5 


1242 


5 


ABB81108 


Abb81108 


LUC-U3 1 -U 

XJw\-* w «■/ W 


32 


1184 


36 


. 5 


1242 




ABB84637 


Abb84637 


LUC-U3 1 -U 


33 


1183 . 5 


36 


. 5 


602 


3 


AAB2 8409 


Aab2 84 09 


Salmnnpl 1 


34 


1182 


36 


. 4 


602 


2 


AAR4 3387 


Aar43387 


Beta-gluc 


35 


1182 


36 


. 4 


607 


8 


ADS26258 


Ads26258 


Bacterial 


36 


1174 


36 


.2 


602 


1 


AAP82948 


Aap82 948 


Beta-gluc 


37 


1163 


35 


. 9 


608 


9 


AED17404 


Aedl7404 


E. coli B 


38 


1163 


35 


.9 


608 


9 


AED68746 


Aed68746 


beta-gluc 


39 


1163 


35 


.9 


608 


10 


AEF40107 


Aef 40107 E. coli 1 


40 


1156.5 


35 


.7 


617 


4 


AAU39683 


Aau39683 


Propionib 


41 


1156.5 


35 


.7 


617 


6 


ABM36202 


Abm36202 


Propionib 


42 


1143 


35 


.2 


615 


9 


AEB18221 


Aebl8221 


Scopulari 


43 


1143 


35 


.2 


641 


9 


AEB18180 


Aebl8180 


Scopulari 


44 


1136 


35 


.0 


599 


8 


ADV89677 


Adv89677 


Streptoco 


45 


1136 


35 


.0 


599 


8 


ADV83078 


Adv83078 


Streptoco 
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N 



GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 20, 2006, 09:16:38 ; Search time 50 Seconds 

(without alignments) 
1046.866 Million cell updates/sec 

Title: US-10-673-935-2 
Perfect score: 3244 

Sequence: 1 M E S AL Y P I QNK YR FNTLMNG RDREPKDIAFTLKKRWQQLN 598 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_AA: * 

1: /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5: /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB .pep : * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


3244 


100 


.0 


598 


2 


US- 


09 


-862 


-660 


-2 


Sequence 


2, 


Appli 


2 


1212 


.5 


37 


.4 


607 


2 


US- 


09 


-149 


-727 


-8 


Sequence 


8, 


Appli 


3 


1212 


.5 


37 


.4 


607 


2 


US- 


09 


-270 


-957 


-18 


Sequence 


18, 


Appl 


4 


1212 


.5 


37 


.4 


615 


2 


US- 


09 


-270 


-957 


-28 


Sequence 


28, 


Appl 


5 


1210 


.5 


37 


.3 


602 


2 


US- 


09 


-149 


-727 


-2 


Sequence 


2, 


Appli 


6 


1210 


.5 


37 


.3 


602 


2 


US- 


09 


-270 


-957 


-2 


Sequence 


2, 


Appli 


7 


1210 


.5 


37 


.3 


602 


2 


US- 


09 


-270 


-957 


-8 


Sequence 


8, 


Appli 


8 


1210 


.5 


37 


.3 


602 


2 


US- 


09 


-270 


-957 


-15 


Sequence 


15, 


Appl 


9 


1210 


.5 


37 


.3 


618 


2 


US- 


09 


-149 


-727 


-4 


Sequence 


4, 


Appli 


10 


1207 


.5 


37 


.2 


603 


2 


us- 


09 


-149 


-727 


-6 


Sequence 


6, 


Appli 


11 


1207 


.5 


37 


.2 


603 


2 


us- 


09 


-270 


-957 


-17 


Sequence 


17, 


Appl 


12 


1207 


.5 


37 


.2 


603 


2 


us- 


09 


-270 


-957 


-23 


Sequence 


23, 


Appl 


13 


1205 


. 5 


37 


.2 


1010 


2 


us- 


09 


-118 


-276 


-12 


Sequence 


12, 


Appl 


14 


1202 


.5 


37 


.1 


832 


2 


us- 


08 


-630 


-820 


-7 


Sequence 


7, 


Appli 


15 


1202 


.5 


37 


.1 


832 


2 


us- 


09 


-273 


-453 


-7 


Sequence 


7, 


Appli 
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1 6 

ID 


Xz U U . D 


77 


n 
. u 


604 


9 
z 


TTO-09-H97 


1 7 

X / 


i 900 ^ 

1ZUU . 3 


77 
j / 


n 
. u 


O 3 27 
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518-5 


Sequence 
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Patent No 


. 5432081 


270A-2 


Sequence 


2, Appli 




Patent No 


. 5268463 


727-5 


Sequence 


5, Appli 


957-16 


Sequence 


1 6 , App 1 


858-2 


Sequence 


2 . ADDli 


957-6 


Secruence 


6 - ADDli 


957-21 


Sequence 


21. AddI 


858-4 


Sequence 


4 # Appli 


957-4 


Sequence 


4 , App 1 i 


957-19 


Sequence 


19 # Appl 


016-11697 


Sequence 


11697, A 


957-3 


Sequence 


3 . AddI i 


957-22 




9 9 Annl 


957-20 


Sequence 


20, Appl 


957-5 


Sequence 


5, Appli 


238-345 


Sequence 


345, ADD 


039A-11186 


Sequence 


11186, A 




Patent No. 


5476657 


865-17 


Sequence 


17, Appl 


491-17 


Sequence 


17, Appl 


912-17 


Sequence 


17, Appl 


449-2 


Sequence 


2, Appli 


152A-2 


Sequence 


2, Appli 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



May 20, 2006, 09:17:23 ; Search time 184 Seconds 

(without alignments) 
1505.448 Million cell updates/sec 

US-10-673-935-2 
3244 

1 M E S AL Y P I QNKYR FNTLMNG RDRE PKDI AFTLKKRWQQLN 598 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA_Main: * 

1: /EMC__Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB .pep : * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

4 : /EMC_Celerra__SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 










Description 


1 


3244 


100.0 


598 


3 


US- 


09 


-862 


-660 


-2 


Sequence 


2, Appli 


2 


3244 


100.0 


598 


4 


US- 


10 


-673 


-935 


-2 


Sequence 


2, Appli 


3 


3244 


100.0 


598 


5 


US- 


10 


-757 


-093 


-21 


Sequence 


21, Appl 


4 


1212.5 


37.4 


607 


4 


US- 


10 


-120 


-145 


-8 


Sequence 


8, Appli 


5 


1212.5 


37.4 


607 


4 


US- 


10 


-364 


-649 


-18 


Sequence 


18, Appl 


6 


1212.5 


37.4 


615 


4 


us- 


10 


-364 


-649 


-28 


Sequence 


28, Appl 


7 


1210.5 


37.3 
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4 


us- 


10 


-120 


-145 


-2 


Sequence 


2, Appli 


8 


" 1210.5 


37 .3 
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4 


us- 


10 


-364 


-649 


-2 


Sequence 


2, Appli 


9 


1210.5 


37 .3 


602 


4 


us- 


10 


-364 


-649 


-8 


Sequence 


8, Appli 


10 


1210.5 


37.3 


602 


4 


us- 


10 


-364 


-649 


-15 


Sequence 


15, Appl 


11 


1210.5 


37.3 


602 


5 


us- 


10 


-757 


-093 


-23 


Sequence 


23, Appl 


12 


1210.5 


37.3 


618 


4 


us- 


10 


-120 


-145 


-4 


Sequence 


4, Appli 


13 


1207.5 


37.2 


603 


4 


us- 


10 


-161 


-403 


-106 


Sequence 


106, App 


14 


1207.5 


37 .2 


603 


4 


us- 


10 


-120 


-145 


-6 • 


Sequence 


6, Appli 


15 


1207.5 


37.2 


603 


4 


us- 


10 


-364 


-649 


-17 


Sequence 


17, Appl 


16 


1207.5 


37.2 


603 


4 


us- 


10 


-364 


-649 


-23 


Sequence 


23, Appl 
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493 


-842 


Sequence 


842 i App 


408 


-17 


Sequence 


17, Appl 


093 


-22 


Secmence 


22, Appl 


408 


-17 


Sequence 


17, Appl 


076 


-106 


Sequence 


106, App 


154A-106 


Sequence 


106, App 


088 


-28 


Sequence 


28. Appl 


326 


-28 


Sequence 


28, Appl 


276 


-12 


Sequence 


12, Appl 


197A-12 


Sequence 


12 . Appl 


815 


-7 


Sequence 


7, Appli 


525 


-37 


Sequence 


37, Appl 


380 


-37 


Sequence 


37, Appl 


525 


-40 


Sequence 


40. Appl 


380 


-40 


Sequence 


4 0 , Appl 


525 


-42 


Sequence 


42, Appl 


380 


-42 


Sequence 


42, Appl 


411 


-23 


Sequence 


23, Appl 


640 


-23 


Sequence 


23, Appl 


518 


-5 


Sequence 


5, Appli 


493 


-15291 


Sequence 


15291, A 


864 


-2 


Sequence 


2, Appli 


004 


-2 


Sequence 


2, Appli 


408 


-2 


Sequence 


2, Appli 


093 


-2 


Sequence 


2, Appli 


093 


-10 


Sequence 


10, Appl 


093 


-8 


Sequence 


8, Appli 


093 


-4 


Sequence 


4, Appli 


093 


-6 


Sequence 


6, Appli 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 
Title: 

Perfect score: 
Sequence : 

Scoring table: 
Searched: 



May 20, 2006, 09:18:23 ; Search time 10 Seconds 

(without alignments) 
127.740 Million cell updates/sec 

US-10-673-935-2 
3244 

1 MES ALYP IQNKYRFNTLMNG RDREPKDIAFTLKKRWQQLN 598 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



21570 seqs, 2136119 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : 



21570 



Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB . pep : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 
4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 
5 : / EMC_Ce 1 e r r a_S I DS 3 /p t oda t a/ 2 /pubpaa/ PCT_NEW_PUB . pep : * 
6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 
7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 
8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 










Description 


1 


953 


29.4 


651 


6 


US- 


10 


-511 


-937 


-2401 


Sequence 


2401, Ap 


2 


99.5 


3.1 


3460 


6 


US- 


10 


-505 


-928 


-104 


Sequence 


104, App 


3 


92.5 


2.9 


1395 


6 


US- 


10 


-505 


-928 


-513 


Sequence 


513, App 


4 


91.5 


2.8 


688 


6 


US- 


10 


-514 


-738 


-33 


Sequence 


33, Appl 


5 


91.5 


2.8 


766 


6 


US- 


10 


-514 


-738 


-2 


Sequence 


2, Appli 


6 


91.5 


2.8 


766 


6 


us- 


10 


-514 


-738 


-4 


Sequence 


4, Appli 


7 


91.5 


2.8 


766 


6 


us- 


10 


-514 


-738 


-35 


Sequence 


35, Appl 


8 


89.5 


2.8 


967 


6 


us- 


10 


-505 


-928 


-795 


Sequence 


795, App 


9 


87.5 


2.7 


1722 


6 


us- 


10 


-505 


-928 


-780 


Sequence 


780, App 


10 


85 


2.6 


643 


7 


us- 


11 


-261 


-390 


-13 


Sequence 


13, Appl 


11 


84.5 


2.6 


811 


6 


us- 


10 


-196 


-749 


-414 


Sequence 


414, App 


12 


84 


2.6 


1085 


6 


us- 


10 


-505 


-928 


-343 


Sequence 


343, App 


13 


83 


2.6 


1531 


6 


us- 


10 


-505 


-928 


-217 


Sequence 


217, App 


14 


82.5 


2.5 


788 


6 


us- 


10 


-485 


-346 


-2 


Sequence 


2, Appli 
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-259 
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58 AddI 
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-953 


-15 


Sentience 


15, Appl 


301 


-554 


-334 


Seomence 


334, App 


511 


-937 


-2929 


Secmen.ce 


2929, Ap 


511 
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Secmence 


2594, Ap 
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29 AddI 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
May 20, 2006, 09:11:33 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



Search time 42 Seconds 
(without alignments) 
1369.943 Million cell updates/sec 



US-10-673-935-2 
3244 

1 MESALYPIQNKYRFNTLMNG RDRE PKD I AFTLKKRWQQLN 598 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



283416 



Database 



PIR_80:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 
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No. 


Score 


Match Length DB 


ID 


1 
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37 
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1 


GBECGC 


2 
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29 


.4 
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2 


A26581 


3 


917.5 


28 


.3 
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2 
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4 
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28 


.2 
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5 
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.0 
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6 
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.2 
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.1 
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11 
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14 


.1 
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12 
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12 


.9 
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2 


C83990 


13 


414.5 


12 


.8 
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1 
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14 


414.5 


12 


.8 
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15 


414.5 


12 


.8 
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16 
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12 


.3 
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D86872 


17 
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12 


.3 


1034 
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T30574 


18 


380 


11 


.7 


626 


2 


A42891 



Description 



beta-glucuronidase 
beta-glucuronidase 
beta-glucuronidase 
beta-glucuronidase 
beta-glucuronidase 
beta-D-glucuronida 
partial beta-D-glu 
beta-glucuronidase 
beta-galactosidase 
probable beta-gala 
beta-galactosidase 
beta-galactosidase 
beta-galactosidase 
beta-D-galactosida 
beta-D-galactosida 
beta-galactosidase 
beta-galactosidase 
beta-galactosidase 
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OA 
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25 
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2 
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GenCore version 5.1.8 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



May 20, 2006, 09:07:58 ; Search time 303 Seconds 

(without alignments) 
1825.608 Million cell updates/sec 

US-10-673-935-2 
3244 

1 MESALYP IQNKYRFNTLMNG RDRE PKD I AFTLKKRWQQLN 598 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2849598 



Database 



UniProt_7.2 :* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 
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Match Length DB 


ID 
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IUBMB Enzyme Nomenclature 

EC 3.2.1.31 

Common name: p-glucuronidase 

Reaction: a P-D-glucuronoside + H 2 0 = D-glucuronate + an alcohol 

Other name(s): P-glucuronide glucuronohydrolase glucuronidase; exo-P-D-glucuronidase; ketodase 

Systematic name: P-D-glucuronoside glucuronosohydrolase ^ 

Links to other databases: BRENDA. EXPASY . KEGG . ERQ^DB, CASj^gis^^ 9001-45- 

References: 
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Littorina littorea L. Eur. J. Biochem. 93 (1978) 301-31 1. 

2. Doyle, M.L., Katzman, P. A. and Doisy, E.A. Production and properties of bacterial p-glucuronidase. 
/. Biol Chem. 217 (1955) 921-930. , 

3. Fishman, W.H. Beta-glucuronidase. Adv. Enzymol Relat Subj. Biochem. 16 (1955) 361-409. 

4. Lewy, G.A. and Marsh, C.A. P-Glucuronidase 5 in Boyer, P.D., Lardy, H. and Myrback, K. (Eds.), 
The Enzymes, 2nd edn., vol. 4, Academic Press, New York, 1960, pp. 397-407. 

5. Wakabayashi, M. and Fishman, W.H. The comparative ability of P-glucuronidase preparations (liver, 
Escherichia coli t Helix pomatia, and Patella vulgata) to hydrolyze certain steroid glucosiduronic acids. 
J. Biol Chem. 236 (1961) 996-1001. 

[EC 3.2.1.31 created 1961] 
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